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Young gene duplicates <p>Differences between yeast and worm duplicates result from differences in mechanisms of duplication and effective population size.</ p>
Abstract
Background: The direct examination of large, unbiased samples of young gene duplicates in their
early stages of evolution is crucial to understanding the origin, divergence and preservation of new
genes. Furthermore, comparative analysis of multiple genomes is necessary to determine whether
patterns of gene duplication can be generalized across diverse lineages or are species-specific. Here
we present results from an analysis comprising 68 duplication events in the Saccharomyces cerevisiae
genome. We partition the yeast duplicates into ohnologs (generated by a whole-genome
duplication) and non-ohnologs (from small-scale duplication events) to determine whether their
disparate origins commit them to divergent evolutionary trajectories and genomic attributes.
Results: We conclude that, for the most part, ohnologs tend to appear remarkably similar to non-
ohnologs in their structural attributes (specifically the relative composition frequencies of
complete, partial and chimeric duplicates), the discernible length of the duplicated region
(duplication span) as well as genomic location. Furthermore, we find notable differences in the
features of S. cerevisiae gene duplicates relative to those of another eukaryote, Caenorhabditis
elegans, with respect to chromosomal location, extent of duplication and the relative frequencies
of complete, partial and chimeric duplications.
Conclusions:  We conclude that the variation between yeast and worm duplicates can be
attributed to differing mechanisms of duplication in conjunction with the varying efficacy of natural
selection in these two genomes as dictated by their disparate effective population sizes.
Background
Gene duplication is widely regarded as one of the major con-
tributing factors to the origin of novel biochemical processes
and new lineages bearing morphological innovations during
the course of evolution [1-10]. The direct examination of
large, unbiased samples of young gene duplicates in the early
stages of evolution is crucial to understanding the origin,
preservation and diversification of new genes. The phyloge-
netic breadth of completed sequencing projects is now suffi-
cient to enable comparisons of gene duplication patterns
across diverse taxa and determine whether the structural/
genomic features of gene paralogs are lineage-specific or dis-
play phylogenetic independence. Additionally, if gene dupli-
cate patterns and features do vary markedly amongst diverse
taxa, it begs the question as to which evolutionary forces are
paramount in driving this inter-taxa variation.
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In preceding studies, one of us investigated the structural fea-
tures and other genomic attributes of a large sample of evolu-
tionarily young gene duplicates in the nematode
Caenorhabditis elegans in an attempt to further infer the
dominant patterns of gene duplication within this genome
[11,12]. Despite observable diversity among gene duplicate
pairs with regard to the structural and genomic features
under scrutiny, some dominant patterns were apparent. First,
newly originated gene duplicates tend to arise intra-chromo-
somally relative to the progenitor copy, often present in tan-
dem placement. Second, aside from a few segmental-scale
duplications, gene duplication tracts tended to be relatively
compact, often failing to encompass open reading frames
(ORFs) in their entirety and resulting in the creation of struc-
turally heterogeneous gene duplicates relative to the progen-
itor locus. Third, structural heterogeneity between paralogs,
manifested as one or both paralogs containing unique exonic
regions to the exclusion of the other copy, was evident even in
the newborn cohort of gene duplicates despite zero synony-
mous divergence over their homologous regions. Fourth,
newborn duplicates were often observed as adjacent loci in
inverted orientation, suggesting that inversions may be part
and parcel of the original duplication event. As a first step
towards determining whether these patterns of gene duplica-
tion are prevalent in other eukaryotic genomes, we conducted
a similar analysis of gene duplicates with low synonymous
divergence in the genome of the budding yeast, Saccharomy-
ces cerevisiae.
The evolution of redundant sequences in the S. cerevisiae
genome differs in several notable ways from their counter-
parts in C. elegans. Most importantly, the yeast genome has
multiple duplicated segments that are remnants of a single
ancestral whole-genome duplication (WGD) event preceding
the divergence of the Saccharomyces sensu stricto species
complex with subsequent genome-wide deletions resulting in
the restoration of functional normal ploidy [13-21]. It is
important to recognize that the cohort of gene duplicate pairs
with low synonymous divergence in the S. cerevisiae genome
comprises a mixed population of evolutionarily older gene
duplicates homogenized by the action of codon usage bias
selection and/or gene conversion, and gene duplicates of pos-
sibly recent evolutionary origins. Hence, where possible, we
conduct analyses at three levels: the cumulative dataset com-
prising both evolutionarily older and recently derived gene
duplicate pairs; putative evolutionarily older gene duplicates
residing within duplicated blocks referred to as 'ohnologs' as
per Wolfe [22,23] (we follow that nomenclature here); and
putative evolutionarily recent g e n e  d u p l i c a t e s  ( h e n c e f o r t h
referred to as 'non-ohnologs'). Preceding studies have
referred to ohnologs and non-ohnologs as WGD and small-
scale duplication (SSD) genes, respectively [24-26].
Results
Final data set
The final data set considered in this study is composed of 68
duplication tracts comprising 93 duplicate pairs with KS val-
ues ranging from 0 to 0.35 (Tables 1 and 2). Of these 68 cases,
56 appear to constitute single-locus gene duplications (Table
1). The other 12 duplication events comprise what we classify
as 'linked sets' involving the duplication of more than one
gene locus (Table 2). The duplication of these 12 linked sets
resulted in an additional 37 gene duplicate pairs (minimum
estimate).
Of the 56 single-locus gene duplication events, all but 10 have
been previously characterized as paralogous S. cerevisiae
gene pairs or ohnologs resulting from a WGD event [17-
19,23]. In contrast, 11 of the 12 linked sets are thought to have
originated from more localized, SSD events, as is the case for
10 single-locus duplication events. We seek to make the dis-
tinction between putative ohnologs and non-ohnologs in
order to investigate if the genomic and structural features of
these two classes of gene duplicates in the S. cerevisiae
genome differ significantly.
The majority of duplication events appear to span a 
single locus
The determination of the extent of sequence homology
between paralogs in their 5' and 3' flanking regions enabled us
to determine a minimum estimate for the number of loci
duplicated in a given duplication event. The range for the
minimum number of loci duplicated is one to seven genes. In
most cases, the duplication event appeared to span only a sin-
gle locus (Figure 1). Together, duplication events leading to
linked sets (duplication of two or more genes in one event)
comprised 18% of all duplication events.
We bring these patterns to attention with the caveat that the
extent of sequence homology discernible between two para-
logs may not reflect the ancestral duplication span. This is
particularly salient given that some S. cerevisiae paralogs
thought to be evolutionarily older appear to be of recent ori-
gin (low levels of synonymous sequence divergence) due to
the homogenizing effects of gene conversion and/or codon
usage bias [19,27,28]. In these cases, while the original dupli-
cation event may have encompassed large segments of DNA
or entire chromosomes (as would be the case for ohnologs),
subsequent sequence divergence at selectively neutral sites,
intergenic deletions as well as local rearrangements over evo-
lutionary time will serve to diminish the extent of discernible
sequence homology between the two copies, particularly in
flanking regions, thereby leading to an underestimation of the
number of loci encompassed in the ancestral duplication
event.
Interestingly, all but one of the twelve linked sets involving
the duplication of multiple loci are considered non-ohnologs
(Table 2). If these duplication events have occurred subse-http://genomebiology.com/2009/10/7/R75 Genome Biology 2009,     Volume 10, Issue 7, Article R75       Katju et al. R75.3
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Table 1
List of 56 gene duplications in S. cerevisiae with KS < 0.35 that appear to span a single locus only
Duplicate pair KS Structural category Chromosomal location Duplication span (bp) 5' homology (bp) 3' homology (bp)
*YPL220W/YGL135W 0.0000 Complete XVI/VII 657 3 0
*YBR031W/YDR012W 0.0038 Complete II/IV 1,102 1 12
*YDR342C/YDR343C 0.0052 Complete IV/IV 1,896 97 86
*YPR080W/YBR118W 0.0066 Complete XVI/II 1,381 0 4
*YOR133W/YDR385W 0.0072 Complete XV/IV 2,533 0 3
YMR321C/YPL273W 0.0155 Chimeric XIII/XVI 510 0 197
*YDL182W/YDL131W 0.0222 Chimeric IV/IV 1,220 0 0
*YJL138C/YKR059W/ 0.0237 Complete X/XI 1,192 4 0
YIL177C/
YLR462W_464W_466W†
0.0238 Complete IX/XII 6,907 816 423
*YBR181C/YPL090C 0.0388 Complete II/XVI 1,107 4 0
*YDL136W/YDL191W 0.0395 Complete IV/IV 858 2 2
YBL107W-A/YER138W-A 0.0435 Complete II/V 310 153 52
*YNL209W/YDL229W 0.0612 Complete XIV/IV 1,883 6 35
*YDL184C/YDL133C-A/ 0.0612 Complete IV/IV 113 19 17
*YBL072C/YER102W 0.0817 Complete II/V 607 3 1
*YJR145C/YHR203C 0.0854 Complete X/VIII 1,060 6 1
*YHR141C/YNL162W 0.0918 Complete VIII/XIV 843 10 0
*YPR156C/YGR138C 0.0985 Chimeric XVI/VII 1,419 0 0
YNL030W/YBR0009C 0.1062 Complete XIV/II 353 41 0
*YJR009C/YGR192C 0.1123 Complete X/VII 1,055 56 0
YAL005C/YLL024C 0.1147 Complete I/XII 1,931 0 2
*YGL076C/YPL198W 0.1196 Complete VII/XV1 1,658 5 0
*YPR102C/YGR085C 0.1237 Complete XVI/VII 534 6 3
*YER074W/YIL069C 0.1333 Complete V/IX 876 2 1
*YHL001W/YKL006W 0.1429 Complete VIII/XI 819 1 2
*YIL018W/YFR031C-A 0.1523 Complete IX/VI 1,167 2 0
*YGR118W/YPR132W 0.1546 Complete VII/XVI 810 4 3
*YDL131W/YDL182W 0.1768 Chimeric IV/IV 1,232 0 0
*YLL045C/YHL033C 0.1809 Complete XII/VIII 774 0 3
*YDR447C/YML024W 0.1896 Complete IV/XIII 812 3 0
YGL258W/YOR387C 0.1939 Complete VII/XV 1,424 796 7
*YNL301C/YOL120C 0.1955 Complete XIV/XV 1,009 1 0
*YBR048W/YDR025W 0.1987 Complete II/IV 985 3 0
*YLR287C-A/YOR182C 0.2022 Complete XII/XV 628 5 0
*YNL302C/YOL121C 0.2076 Complete XIV/XV 991 5 0
YIL029C/YPR071W 0.2154 Chimeric IX/XVI 659 149 0
YGL147C/YNL067W 0.2490 Complete VII/XIV 576 0 0
*YDR450W/YML026C 0.2491 Complete IV/XIII 881 4 1
*YMR242C/YOR312C 0.2504 Complete XIII/XV 1,001 5 0
*YBR191W/YPL079W 0.2508 Complete II/XVI 910 5 1
*YBL027W/YBR084-C 0.2698 Complete II/II 1,079 3 0
*YDR312W/YHR066W 0.2703 Complete IV/VIII 1,362 0 0
*YDL083C/YMR143W 0.2838 Complete IV/XIII 984 4 4
*YEL034W/YJR047C 0.2838 Complete V/X 475 0 1
*YGR034W/YLR344W 0.2841 Complete VII/XII 862 0 1
*YGL031C/YGR148C 0.2862 Complete VII/VII 471 0 3
*YDL082W/YMR142C 0.2970 Complete IV/XIII 1,007 3 2http://genomebiology.com/2009/10/7/R75 Genome Biology 2009,     Volume 10, Issue 7, Article R75       Katju et al. R75.4
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quent to the WGD event within the S. cerevisiae lineage, their
presence suggests that duplication events spanning multiple
loci are relatively frequent and/or selectively advantageous
within this genome. In contrast, 46 of the 56 single-locus
duplications have been previously classified as ohnologs,
indicating an erosion of sequence homology between the two
paralogs in their intergenic regions in the post-duplication
period.
Most S. cerevisiae paralogs reside on different 
chromosomes
With respect to genomic location, we determined whether the
two paralogs comprising a gene duplicate pair reside on the
same chromosome versus different chromosomes (Figure 2)
for the cumulative data, ohnologs in isolation and non-
ohnologs in isolation. Within the cumulative data set com-
prising both ohnologs and non-ohnologs (n = 68 duplication
events), the two paralogs reside on different chromosomes in
the majority of cases (82%; 56 of 68 duplicate pairs).
A comparison of ohnologs versus non-ohnologs in isolation
with respect to the chromosomal location of paralogs appears
to yield differential frequencies of paralogs on the same ver-
sus different chromosomes between these two classes of gene
duplicates. Eighty-seven percent of all ohnologs comprise
paralogs residing on different chromosomes. The remaining
13% of ohnologs comprising paralogs located on the same
chromosome must be owing to secondary movement in the
post-duplication period, if these duplicate pairs did indeed
originate from a WGD event or whole-chromosomal duplica-
tions. Non-ohnologs appear to comprise fewer gene duplicate
pairs, with paralogs residing on different chromosomes (71%)
relative to ohnologs. However, a G-test for goodness of fit
revealed no significant differences in the chromosomal loca-
tion of ohnologs versus non-ohnologs (Gadj = 2.18, d.f. = 1, 0.1
<P < 0.5). Hence, we cannot reject the null hypothesis that
the chromosomal location of paralogs (same versus different
chromosomes) is independent of whether they arose from the
WGD event or not, with extant S. cerevisiae paralogs more
likely to exist on different chromosomes.
Preponderance of complete duplicates
A direct comparison of the intron/exon structure of the para-
logs across the 56 single-locus duplication events comprising
both ohnologs and non-ohnologs revealed most gene dupli-
cates in this data set (91%) as complete duplicates, with an
absolute absence of partial duplicates and a low incidence of
duplicates with chimeric structure (Figure 3). Among the 47
ohnologs, only two pairs exhibit structural heterogeneity
(both chimeric). The frequency of structurally heterogeneous
duplicate pairs within the non-ohnologs class thought to have
originated from SSD events is slightly different. Of these 21
non-ohnologs, 10 (48%) and 11 (52%) comprise what appear
to be single-locus duplications and linked sets, respectively.
Only one of the ten putative single-locus duplication events
involving non-ohnologs exhibits a chimeric structure. Of the
11 linked sets, eight comprise complete duplications of all loci
duplicated within that particular duplication event (range of
number of loci duplicated is two to seven). The remaining
three linked sets are characterized as: two linked sets (of two
and six simultaneously duplicated loci, respectively) wherein
one terminal/flanking locus within the duplication tract dis-
plays a partial structure; and one linked set of four loci
wherein both terminal/flanking loci exhibit a chimeric struc-
ture. Cumulatively speaking, only 18% (4 of 22) of non-
ohnologs in yeast display some facet of structural heterogene-
ity. Moreover, there is no significant difference in the fre-
quencies of these three structural categories when the data set
is further partitioned on the basis of ohnologs versus non-
ohnologs (Gadj = 1.26, d.f. = 1, 0.1 <P < 0.5).
*YLR448W/YML073C 0.2992 Complete XII/XIII 958 10 2
*YLR029C/YMR121C 0.3061 Complete XII/XIII 619 4 0
*YMR230W/YOR293W 0.3132 Complete XIII/XV 771 15 1
*YLR441C/YML063W 0.3170 Complete XII/XIII 774 5 1
*YCR024C-A/YEL017C-A 0.3176 Complete III/V 137 5 0
*YGR027C/YLR333C 0.3187 Complete VII/XII 345 17 1
YHR043C/YHR044C 0.3245 Complete VIII/VIII 776 1 34
*YMR186W/YPL240C 0.3319 Complete XIII/XVI 2,132 2 0
YDL075W/YLR406C 0.3363 Complete IV/XII 768 3 2
Columns 1 and 2 list the systematic names of the two paralogs in question as per the Saccharomyces Genome Database. *A gene duplicate pair that 
has been classified as an ohnolog resulting from a WGD event. †An ancestrally single locus that currently exists as three adjacent genes due to frame-
shift mutations. Column 3 lists the synonymous-site divergence (KS) between the two paralogs as computed by the Nei and Gojobori method with a 
correction for multiple hits. Column 4 lists the particular category of structural resemblance (complete, partial or chimeric). Column 5 lists the 
chromosomal location of paralogs 1 and 2, respectively. Column 6 provides a minimal estimate of the length of the duplicated region, based on 
current visual inspection of the extent of sequence homology across the paralogs' coding and flanking regions. Columns 7 and 8 list the extent of 
discernible sequence homology between the paralogs in their 5' and 3' flanking regions, respectively.
Table 1 (Continued)
List of 56 gene duplications in S. cerevisiae with KS < 0.35 that appear to span a single locus onlyhttp://genomebiology.com/2009/10/7/R75 Genome Biology 2009,     Volume 10, Issue 7, Article R75       Katju et al. R75.5
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Table 2
List of 12 linked sets involving the duplication of more than one gene locus in S. cerevisiae with KS < 0.35
Linked set Paralogous set A Paralogous set B KS Average KS Structural categories Chromosomal location Duplication span (bp)
1 YLR154C-H YLR157C-C 0.0000 0.0000 Complete XII/XII 7,167
YLR155C YLR158C 0.0000 Complete
YLR156W YLR159W 0.0000 Complete
YLR156C-A YLR159C-A 0.0000 Complete
YLR157C YLR160C 0.0000 Complete
YLR157W-D YLR161W 0.0000 Partial
2 YHR053C YHR055C 0.0000 0.0000 Complete VIII/VIII 1,816
YHR054C YHR056C 0.0000 Partial
3 YCL065W YCR041W - 0.0019 Chimeric III/III 2,509
YCL066W YCR040W 0.0000 Complete
YCL067C YCR039C 0.0000 Complete
YCL068C YCR038C 0.0058 Chimeric
4 YNL033W YNL019C 0.0000 0.0077 Complete XIV/XIV 4,247
YNL034W YNL018C 0.0450 Complete
5 YAR073W/75W YHR216W 0.1074 0.0087 Complete I/VIII 7,445
YAR071W YHR215W 0.0069 Complete
YAR070C YHR214C-B 0.0000 Complete
YAR069C YHR214C-D 0.0000 Complete
6* YKR106W YCL073C 0.0359 0.0243 Complete XI/III 6,928
YKR105C YCL069W 0.0127 Complete
7 YDR543C YER188C 0.0608 0.0377 Complete IV/V 7,481
YDR545W YER189W 0.0147 Complete
8 YJR162C YNL337W 0.0000 0.0409 Complete X/IV 2,916
YJR161C YNL336W 0.0818
9 YCR107W/AAD3 YOL165C 0.0430 0.0430 Complete III/XV 5,952
YCR108C YOL166W - Complete
10 YAR050W YHR211W 0.3081 0.0449 Complete I/VIII 19,614
YAR060C YHR212C 0.0000 Complete
YAR061W YHR212W-A 0.0000 Complete
YAR062W YHR213W 0.0000 Complete
YAR064W YHR213W-B 0.0000 Complete
YAR066W YHR214W 0.0066 Complete
YAR068W YHR214W-A 0.0000 Complete
11 YNR073C YEL070W 0.0482 0.0817 Complete XIVI/V 4,611
YNR072C YEL069C 0.1152 Complete
12 YAR033W YGL051W 0.0280 0.0973 Complete I/VII 6,461
YAR031W YGL053W 0.1667 Complete
Columns 2 and 3 list the systematic names of the group of loci representing each paralogous set as per the Saccharomyces Genome Database. 
Column 4 lists the synonymous-site divergence (KS) between two paralogs within a linked set as computed by the Nei and Gojobori method with a 
correction for multiple hits. Column 5 presents the averaged KS value for all paralogous pairs within a linked set. Column 6 lists the particular 
category of structural resemblance (complete, partial or chimeric) for each duplicate pair. Column 7 lists the chromosomal location of paralogs 1 and 
2, respectively. Column 8 provides a minimal estimate of the length of the duplicated region, based on current visual inspection of the extent of 
sequence homology across the paralogs' coding and flanking regions. *A linked set that has been classified as an ohnolog resulting from a WGD 
event. Dashes indicate an inability to compute synonymous divergence between the paralogs due to an altered reading frame in one or both gene 
copies.http://genomebiology.com/2009/10/7/R75 Genome Biology 2009,     Volume 10, Issue 7, Article R75       Katju et al. R75.6
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Reduced duplication span in ohnologs relative to non-
ohnologs
Figure 4a illustrates the distribution of duplication spans for
all 68 duplications events. The range of duplication spans for
the composite data set (n = 68) is 113 to 19,614 bp with a
median value of 1,004 bp. All but one of the duplication span
values were < 7.5 kb, with the lone exception spanning
approximately 19.6 kb. The L-shaped distribution implies
that the discernible extent of duplication is relatively short for
extant yeast duplicates and this pattern could be due to the
duplication of relatively short sequence tracts and/or the
duplication of lengthier sequence tracts with subsequent ero-
sion of sequence homology in the flanking regions of paralogs
over evolutionary time (due to sequence divergence or inter-
genic deletions), as would be the case for paralogs resulting
from the ancient WGD event or segmental duplication events.
We investigated whether ohnologs and non-ohnologs differ
significantly with respect to their duplication spans (Figure
4b). For instance, one might expect that gene duplicates
owing their origin to the WGD event, on average, tend to have
lengthier duplication spans relative to non-ohnologs. The fre-
quency distribution of extant duplication spans for ohnologs
appears to be restricted to short sequence tracts ranging from
113 bp to 6.9 kb with a median value of 984 bp. Approximately
66% of all duplication span values for ohnologs fall short of
the median gene length of 1,071 bp in S. cerevisiae. In con-
trast, the duplication spans of non-ohnologs are dispersed
across a wider range of values (310 bp to 19.6 kb) with a
median value of approximately 2.5 kb, which greatly exceeds
the median gene length in S. cerevisiae. In addition, the
duplication spans of ohnologs and non-ohnologs were found
to differ significantly (Wilcoxon two-sample test, P  =
0.0003).
Limited sequence homology in flanking regions
The nucleotide sequences of 5' and 3' flanking regions for
each of the two paralogs within each duplicate pair were
aligned to determine the duplication termination points. This
also enabled the determination of the extent of sequence
homology between the paralogs in their upstream and down-
stream flanking regions. The extent of 5' and 3' flanking
region homology between paralogs was calculated for 56
duplicate pairs that appear as single-locus duplications. The
12 linked sets comprising the simultaneous duplication of
multiple genes were excluded from this analysis.
The frequency distribution of the extent of 5' sequence
homology between two paralogs for n = 56 duplicate pairs is
displayed in Figure 5a. For approximately 80% of duplicate
pairs, the detectable sequence homology in the 5' region is
limited to 0 to 10 bp. The range of discernible 5' sequence
homology between paralogs in this data set is 0 to 816 bp with
a median value of 3.5 bp. A comparison of the very same dis-
tributions for putative ohnologs versus non-ohnologs (Figure
5b) demonstrates that, on average, both these classes of
duplicate pairs exhibit a similar L-shaped distribution of
extremely limited 5' sequence homology between paralogs,
with a range of 0 to 56 bp and 0 to 816 bp, respectively.
Frequency distribution of the minimum number of loci duplicated Figure 1
Frequency distribution of the minimum number of loci duplicated. The 
data set comprises 68 duplication events in the S. cerevisiae genome. The 
displayed data encompass ohnologs and non-ohnologs, duplications of a 
single-locus as well as multiple loci in the same duplication events (linked 
sets).
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Frequencies of S. cerevisiae gene-duplicate pairs with both paralogs residing 
on the same chromosome versus different chromosomes. Results are 
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Although the 5' sequence homology distribution for ohnologs
appears to have a far greater right skew relative to that for
non-ohnologs, these two classes of gene duplicates were not
found to be statistically different with respect to the extent of
5' sequence homology between paralogs (Wilcoxon two-sam-
ple test, P = 0.1253).
The distribution of extant 3' sequence homology between par-
alogs comprising the 56 single-locus duplication events mir-
rors that observed for 5' flanking regions (Figure 6), if not
more downwardly biased. Approximately 86% of duplicate
pairs have detectable 3' sequence homology limited to a mere
0 to 10 bp. The range of discernible 3' sequence homology
between paralogs in this data set is 0 to 423 bp with a median
value of a mere 1 bp. When the data are further differentiated
into ohnologs and non-ohnologs, these two classes of dupli-
cate pairs are found to differ significantly with respect to the
extent of 3' sequence homology between paralogs (Wilcoxon
two-sample test, P = 0.0172). Ohnologs appear to have more
r e s t r i c t e d  3 '  s e q u e n c e  h o m o l o g y  r e l a t i v e  t o  n o n - o h n o l o g s
with a median value of 1 bp and a range of 0 to 35 bp. In con-
trast, the median value and range of 3' sequence homology for
non-ohnologs is 20.5 bp and 0 to 423 bp, respectively. Taken
together,  S. cerevisiae paralogs exhibit extremely limited
tracts of sequence identity in their 5' and 3' flanking regions.
Intron preservation in paralogs
Intron-bearing genes comprise only 4% of the total ORFs
found in the S. cerevisiae genome [29]. In contrast, our data
set of gene duplicates contains an unusually high frequency of
genes with introns (25 of 93; approximately 27%). These
intron-containing genes are overwhelmingly ribosomal pro-
teins, which, in turn, comprise a significant fraction of this
data set.
We found no cases of intron loss in the gene duplicates ana-
lyzed here. Half of the ohnologs (22 of 44 cases) appearing as
single-locus duplications contain intron(s) that have been
retained in both copies. Three pairs of non-ohnologs compris-
ing a single-locus duplication also contain introns. In each of
these three cases, the two copies reside on different chromo-
somes. Therefore, we do not have any evidence that retro-
transposition contributes to duplicates that occur in radically
different locations in the yeast genome.
The incidence of highly diverged introns in ribosomal 
protein duplicates
Our sequence alignments of paralogs across their flanking
regions, exons and introns revealed an interesting observa-
tion, namely the presence of nonhomologous introns between
paralogs across 24 pairs of ribosomal protein duplicates with
varying  KS  values (ranging from approximately 0.039 to
0.336) that have all previously been characterized as
ohnologs (Table 3). These represent 35% of the duplication
events in this dataset. In each case, the exonic regions are
conserved in addition to short tracts of the intron(s) near the
splice junctions. Most of the intronic regions appear nonho-
mologous between the two paralogs and are characterized by
both nucleotide sequence and size differences. It is possible
that this divergence in intronic sequences represents some
form of intron conversion event. Alternatively, a more plausi-
ble scenario is that the paralogs are evolutionarily older than
they appear based on their KS values with a saturation of sub-
stitutions in the intronic regions that are presumably under
no selection for sequence conservation. The conservation of
short intronic sequence tracts between the paralogs in the
vicinity of their splice junctions suggests strong purifying
selection for the maintenance of correct sequence signals for
the accurate excision of introns by the RNA splicing machin-
ery.
Discussion
Given the importance of gene duplication to the origin of bio-
logical innovations, a deeper understanding of the evolution-
ary process might be gained from investigating the
differential contributions, if any, of gene duplication to the
genome architecture within diverse lineages. Genomes can be
variably shaped by the mutational input of duplicate
sequences (the frequency and the flavor of redundant genetic
sequences being generated) and their differential preserva-
tion/degeneration dictated by the strength of natural selec-
tion and random genetic drift. Some effort has been made
towards such comparative genomic analyses of the gene
duplication process, both at the level of closely and distantly
related eukaryotic genomes (for example, [30-42]). In a sim-
Composition frequencies of three structural categories of gene duplicates  within the S. cerevisiae genome Figure 3
Composition frequencies of three structural categories of gene duplicates 
within the S. cerevisiae genome. Results are displayed for ohnologs only, 
non-ohnologs only and the cumulative data (ohnologs and non-ohnologs). 
Methodology for the structural characterization of gene duplicates is 
based on [11].
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Distribution of minimum duplication spans (in kilobases) for S. cerevisiae gene-duplicate pairs with synonymous-site divergence of 0 ≤ KS < 0.35 Figure 4
Distribution of minimum duplication spans (in kilobases) for S. cerevisiae gene-duplicate pairs with synonymous-site divergence of 0 ≤ KS < 0.35. (a) 
Cumulative data set comprising both ohnologs and non-ohnologs (n = 68 duplication events). (b) Data set partitioned into ohnologs (n = 47 duplication 
events) and non-ohnologs (n = 21 duplication events).
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ilar vein, this study analyzes various structural and genomic
features of gene duplicates in the S. cerevisiae genome and
aims to contrast these with gene duplicates with low synony-
mous divergence in the genome of a multicellular eukaryote,
C. elegans, as well as compare evolutionarily recent gene
duplications with evolutionarily older gene duplicates with
low synonymous divergence in S. cerevisiae.
Most of the S. cerevisiae duplication events (approximately
69%; 47 of 68) analyzed here are thought to have originated
from a WGD in the distant past [23]. This paucity of extant
gene duplicates with low synonymous divergence in the S.
cerevisiae genome led Gao and Innan [27] to conclude an
extremely low gene duplication rate of approximately 0.001
to 0.006% per gene per million years for this species. How-
ever, a recent study utilizing multiple mutation accumulation
lines of S. cerevisiae conclusively demonstrates that the spon-
taneous rate of gene duplication is high, at 1.5 × 10-6 per gene
per cell division [43]. This experimental measure in conjunc-
tion with the low incidence of extant evolutionarily young
gene duplicates in the yeast genome suggests that the fate of
most newly spawned gene duplicates in the yeast genome is
loss. The large effective population size (Ne) achieved in yeast
cultures dictates that new gene duplicates with even slightly
Distribution of the extent of discernible sequence homology between  paralogs (in base pairs) upstream of the initiation codon Figure 5
Distribution of the extent of discernible sequence homology between 
paralogs (in base pairs) upstream of the initiation codon. Gene duplicates 
comprising the 12 linked sets were excluded in this analysis. (a) 
Cumulative data set comprising both ohnologs and non-ohnologs (n = 56 
duplication events). (b) Data set partitioned into ohnologs (n = 46 
duplication events) and non-ohnologs (n = 10 duplication events).
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Distribution of the extent of discernible sequence homology between  paralogs (in base pairs) downstream of the termination codon Figure 6
Distribution of the extent of discernible sequence homology between 
paralogs (in base pairs) downstream of the termination codon. Gene 
duplicates comprising the 12 linked sets were excluded in this analysis. (a) 
Cumulative data set comprising both ohnologs and non-ohnologs (n = 56 
duplication events). (b) Data set partitioned into ohnologs (n = 46 
duplication events) and non-ohnologs (n = 10 duplication events).
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deleterious selection coefficients may be subject to loss by
purifying selection due to the efficacy of natural selection
within the yeast genome. The role of effective population size
(and, hence, strength of selection) in influencing patterns of
genomic sequence evolution has been recently championed
by Lynch and colleagues [44-46], although the associated the-
oretical underpinnings in relation to molecular sequence evo-
lution can be traced back to the proponents of the neutral
theory [47,48].
The extant group of gene duplicate pairs with low synony-
mous divergence in the S. cerevisiae genome comprise a
mixed population. Most of these pairs (approximately 69%)
are derived from evolutionarily older duplications wherein
sequence divergence between paralogs has been curbed by
the processes of codon selection usage bias, sometimes in
conjunction with gene conversion [19,27,28], whereas a
smaller subset of gene duplicates (approximately 31%)
referred to as non-ohnologs in this study are thought to be of
relatively more recent origin, probably occurring subsequent
to the WGD event. Furthermore, codon selection usage bias/
gene conversion appears to have affected sequence evolution
in some of these non-ohnologs as well given that different
paralogous pairs within the same linked set (presumably aris-
ing from the same duplication event) have extremely diver-
gent KS values (Table 2). For these reasons, KS values between
gene paralogs cannot be taken as a blanket proxy for estimat-
ing the evolutionary age of all gene duplicates, at least in the
S. cerevisiae genome. The mixed nature of this population of
yeast gene duplicates is also apparent during sequence align-
ments of ribosomal protein paralogs comprising at least one
intron. Twenty-four pairs of ribosomal protein yeast dupli-
cates in the ohnolog class have no discernible sequence iden-
tity over most of their intronic regions (barring small
Table 3
Summary of 24 S. cerevisiae ribosomal protein paralogs with largely nonhomologous intronic sequences despite relatively low levels of 
synonymous divergence
I1 (bp) I2 (bp)
Duplicate pair KS 5' homology (bp) 3' homology (bp) E1 (bp) 5' H NH 3' H E2 (bp) 5' H NH 3' H E3 (bp)
YDL075W/YLR406C 0.3363 3 2 57 6 415/343 0 285 - -
YMR230W/YOR293W 0.3132 15 1 52 8 400/427 2 266 - -
YLR448W/YML073C 0.2992 10 2 15 6 375/406 3 516 - -
YDL082W/YMR142C 0.2970 3 2 8 2 358/395 5 592 - -
YGR034W/YLR344W 0.2841 0 1 19 6 68/438 3 365 - -
YDL083C/YMR143W 0.2838 4 4 24 7 423/535 2 408 - -
YBL027W/YBR084C 0.2698 3 0 2 6 370/492 8 568 - -
YBR191W/YPL079W 0.2508 5 1 11 7 377/410 4 472 - -
YMR242C/YOR312C 0.2504 5 0 1 2 467/416 8 518 - -
YDR450W/YML026C 0.2491 4 1 47 8 424/390 3 394 - -
YNL302C/YOL121C 0.2076 5 0 20 10 539/378 2 415 - -
YLR287C-A/YOR182C 0.2022 5 0 3 6 420/401 4 189 - -
YBR048W/YDR025W 0.1987 3 0 45 7 502/330 2 426 - -
YNL301C/YOL120C 0.1955 1 0 112 6 424/439 2 449 - -
YDR447C/YML024W 0.1896 3 0 3 6 298/382 10 408 - -
YGR118W/YPR132W 0.1546 4 3 65 6 312/357 2 373 - -
YIL018W/YFR031C-A 0.1523 2 0 4 6 391/138 3 761 - -
YIL001W/YKL006W 0.1429 1 2 129 7 318/318 74 288 - -
YER074W/YIL069C 0.1333 2 1 3 6 458/401 2 405 - -
YGL076C/YPL198W 0.1196 5 0 11 6 451/400 12 94 7 456/395 5 630
YHR141C/YNL162W 0.0918 10 0 4 5 433/504 2 317 - -
YJR145C/YHR203C 0.0854 6 1 14 7 247/260 2 772 - -
YDL136W/YDL191W 0.0395 2 2 3 4 387/473 12 360 - -
YBR181C/YPL090C 0.0388 4 0 6 4 336/378 10 705 - -
Column 3 and 4 list the length of the extent of discernible homology between the two paralogs upstream of the initiation codon and downstream of 
the termination codon, respectively. Columns 5, 9 and 13 (E1, E2 and E3) list the length of exons 1, 2 and 3 (where applicable), respectively. Columns 
6 to 8 provide details about the extent of homology between the two paralogs across intron 1. Columns 6 and 8 list the length of the short tracts of 
homology in the 5' and 3' ends of intron 1 near the splice junctions. Column 7 lists the length of the nonhomologous tracts of intron 1 for both 
paralogs. Columns 10 to 12 list similar details for intron 2, where present.http://genomebiology.com/2009/10/7/R75 Genome Biology 2009,     Volume 10, Issue 7, Article R75       Katju et al. R75.11
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sequence tracts ranging from 1 to 10 bp at their splice junc-
tions), despite relatively low levels of synonymous divergence
in their coding sequences. This lends credence to view that
these previously classified ohnologs are indeed of older evolu-
tionary origin [19,23]. Given the presence of ancient gene
duplicates with low degrees of synonymous divergence in the
S. cerevisiae genome, it is reasonable to question whether
gene duplicates with low synonymous divergence in other
genomes are necessarily young, evolutionarily speaking. A
preceding study applied statistical tests for detecting gene
conversion to a subset of gene duplicates in the C. elegans
genome and found that most gene conversion events were
restricted to members of large gene families [49], suggesting
that the degree of synonymous divergence may be an accurate
indicator of evolutionary age for paralogs belonging to small
gene families in this genome. Therefore, the worm and yeast
genomes may differ in the degree to which concerted evolu-
tion or codon usage bias selection effectively homogenizes
gene paralogs based on the size of the gene family and the
effective population size of the species (and, hence, the
strength of natural selection).
We charted out the extent of homology between two paralogs
by aligning their genic as well as upstream and downstream
flanking regions, thereby calculating a minimal estimate of
the extent of duplication by visual inspection. For evolution-
arily older duplicates, erosion of sequence homology in the
intergenic regions would lead us to underestimate the origi-
nal duplication span. This expectation is borne out by the fact
that 56 of the 93 duplicate pairs in our data set appear to
involve the duplication of a single locus. Yet, preceding stud-
ies have identified 46 of these 56 gene duplicate pairs as
ohnologs. The remaining 37 duplicate genes were generated
by 12 duplication events referred to as 'linked sets' (16% of all
duplications in this data set) that involved the simultaneous
duplication of multiple gene loci (range two to seven genes).
Interestingly, only one of these twelve duplication events is
thought to have originated from the WGD, suggesting that
duplication of lengthier DNA segments encompassing multi-
ple loci is an ongoing process in the yeast genome. Indeed,
gene duplication during experimental evolution in yeast fre-
quently involves large chromosomal blocks comprising mul-
tiple loci [43,50,51]. Segmental duplications in C. elegans
encompassing more than one locus, on the other hand, only
comprise 7.1% of all observed duplications [34]. This contrast
in the patterns of segmental duplication between worm and
yeast suggests that duplication events spanning multiple loci
occur with a greater frequency and/or are selectively advan-
tageous in the yeast genome relative to C. elegans.
Based on a determination of the extent of sequence homology
visible between yeast paralogs in their flanking regions, we
calculated the minimum duplication span for each duplicate
pair and also determined the minimum number of loci that
appear to be duplicated. In the majority of the cases, the
duplications appear to span only a single locus (approxi-
mately 82%; 56 of 68) and the median duplication span for
the cumulative data set comprising both ohnologs and non-
ohnologs in yeast is 1,004 bp, slightly lower than the median
duplication span of 1.4 kb for C. elegans gene duplicates.
These results appear paradoxical when we consider that the
majority of yeast duplicate pairs comprising this data set
(69%; 47 of 68) originated via a WGD event. The median
duplication span for ohnologs is significantly lower than that
for non-ohnologs (958 bp and approximately 2,500 bp,
respectively). Furthermore, ohnolog duplication spans are far
more restricted in their size range than non-ohnologs. This
shorter span of duplication for gene duplicates arising from a
WGD are in accord with an older evolutionary age for
ohnologs in conjunction with the erosion of sequence homol-
ogy in their intergenic regions over evolutionary time due to
sequence divergence, deletions and/or local rearrangements.
Yeast paralogs were characterized as possessing complete,
partial or chimeric structural homology based on the extent of
sequence homology using techniques previously described
for  C. elegans paralogs [11]. The genomes of these two
eukaryotes are in stark contrast with respect to the frequency
of these three structural categories of gene duplicate pairs.
The C. elegans genome has a high frequency of structurally
heterogeneous gene duplicates, with approximately 50% of
all evolutionarily young gene duplicate pairs categorized as
partials or chimerics [11]. S. cerevisiae, on the other hand, has
a preponderance of complete duplicates, a handful of chi-
meric duplicates and a complete absence of partial duplicates.
When yeast duplicates are partitioned based on their mecha-
nism of duplication, ohnologs and non-ohnologs are found to
be similar with respect to the frequencies of these three struc-
tural categories of duplicates. Several factors in combination
probably contribute to the paucity of structurally heterogene-
ous duplicates in the yeast genome. Given a WGD origin for
the majority of these duplicates, they are likely to have origi-
nated as structural replicas of the ancestral copy with con-
comitant inheritance of the full repertoire of ancestral cis-
regulatory elements. Evolutionarily older duplicates such as
the ohnologs in this data are likely to have experienced local
rearrangements, insertion or deletions that could potentially
convert one or both paralogs such that the paralogs appear
structurally heterogeneous. However, we observe a remarka-
ble level of structural preservation between evolutionarily
older paralogs in S. cerevisiae, suggesting purifying selection
against mutations modifying ancestral ORF structure and/or
pervasive gene conversion leading to structural homogeneity.
Indeed, gene conversion is known to operate at an apprecia-
ble frequency in the yeast genome and is commonly invoked
as one of the factors responsible for the low synonymous
divergence among S. cerevisiae ohnologs [19,27,28].
Despite the fact that both yeast non-ohnologs and C. elegans
gene duplicates resulted from SSD events, it is interesting to
note that the genomes of these two species differ with respect
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paralogs. Approximately 82% of yeast non-ohnologs are
structurally homogeneous compared to only 40% of gene
duplicate pairs with low synonymous divergence in the C. ele-
gans genome [11]. This difference may be attributed to an
interplay between the median gene length, median duplica-
tion span and the strength of natural selection in these two
genomes. The median gene length in S. cerevisiae and C. ele-
gans is 1.1 and 1.4 kb, respectively. The median duplication
span for extant S. cerevisiae (minimal discernible estimate
and excluding ohnologs) and C. elegans duplicates is 2.5 and
1.4 kb, respectively. If the median duplication span of extant
yeast duplicates accurately approximates that of the entire
population of gene duplicates (both preserved and extinct), a
SSD event in S. cerevisiae,  o n  a v e r a g e ,  i s  m o r e  l i k e l y  t o
encompass the entire ORF of the ancestral copy relative to C.
elegans. It is also possible that the average length of a SSD
event in S. cerevisiae may be much shorter than that of extant
duplicates. If newly originated duplicates are mildly deleteri-
ous because they lack structural and functional redundancy
with the progenitor copy, they may be rapidly weeded out in
the yeast genome owing to the greater efficacy of natural
selection. However, a recent study demonstrates that most
spontaneous duplications in yeast experimental lines tend to
be fairly large [43]. A smaller Ne for C. elegans relative to
yeast means that such structurally heterogeneous gene dupli-
cates, if mildly deleterious, may be more likely to persist in
the worm genome due to an attenuated strength of natural
selection.
The genomic location of paralogs relative to one another can
provide clues to the mechanism(s) of duplication and the gen-
eral patterns of their genomic movement subsequent to their
origin. Overall, 82% of duplicate pairs in this yeast data set
comprise paralogs located on different chromosomes, a pat-
tern that is not surprising given that the vast majority of these
gene duplicates are ohnologs that owe their origin to the
WGD. Barring the possibility of misidentification of non-
ohnologs as ohnologs, the presence of ohnologs with both
copies residing on the same chromosome can probably be
explained by the secondary movement of one paralog in prox-
imity to its sister copy in the post-duplication period. Inter-
estingly, ohnologs and non-ohnologs display no significant
differences with respect to the chromosomal location of para-
logs (same versus different chromosomes). While genome- or
chromosome-wide duplication events are expected to initially
yield paralogs residing on different chromosomes, SSD
events do not necessitate such a pattern of paralog location.
While approximately 90% of newborn gene duplicates in the
C. elegans genome comprise both copies residing on the same
chromosome [11], only 29% of yeast non-ohnologs are in such
close genomic proximity. If gene duplication by retrotranspo-
sition is a frequent mechanism of duplication in the yeast
genomes due to the presence of Ty elements [43,52-55], there
should be a further decrease in the likelihood of a paralog
originating on the same chromosome as the ancestral locus.
However, we have no evidence for the origin of gene dupli-
cates via retrotransposition in this yeast dataset. That is to
say, wherever introns are present, both yeast paralogs bear
them. Duplications in experimental yeast populations are fre-
quently translocative [43,50]. Furthermore, there is evidence
that translocated segmental duplicates in yeast have
enhanced stability relative to tandem duplications [56]. Both
of these factors likely contribute to the preponderance of
yeast non-ohonologs residing on different chromosomes.
Functional diversification between paralogs can be effected
by both coding and regulatory sequence divergence. Studies
focusing on the absence/presence of a correlation between
coding sequence divergence and expression divergence
across a breadth of model organisms have yielded contrasting
results, reporting the two variables as coupled (for example,
[36,57-59]) as well as decoupled [35,60-62]. High levels of
gene conversion and/or codon usage bias, which serve to
homogenize the coding sequences of paralogs, may restrict
the potential for expression and functional divergence
between them if coding sequence evolution was the only con-
tributing factor to functional diversification. Given these
regimes of pervasive gene conversion and/or codon usage
bias in the yeast genome, functional diversification via cis-
regulatory sequence divergence can greatly facilitate func-
tional diversification of paralogs, independent of coding
sequence divergence. Papp and colleagues [63] demonstrated
a rapid reduction in the number of shared cis-regulatory
motifs between yeast duplicates as a function of increasing
synonymous divergence despite constancy in the total
number of regulatory motifs. Our analysis of the extent of
sequence homology in the 5' and 3' flanking regions of yeast
paralogs suggests extremely limited levels of sequence pres-
ervation in the flanking regions of yeast paralogs, for
ohnologs and non-ohnologs alike; 80% and 86% of yeast gene
duplicate pairs have detectable sequence homology of only 0
to 10 bp in their 5' and 3' flanking regions, respectively. This
diminished sequence identity between paralogs in their flank-
ing regions can be explained by sequence divergence of ini-
tially paralogous regions by mutational saturation over
evolutionary time, deletions and other rearrangements or a
failure to inherit ancestral regulatory elements during the
duplication process. Given that many of these gene duplicate
pairs are thought to have arisen from a WGD event, the first
two scenarios are the most likely explanations for the limited
flanking region homology between putative ohnologs com-
prising this data set. Irrespective of the specific mechanism
driving the divergence of flanking regions of S. cerevisie par-
alogs, there exists an appreciable potential for functional
diversification between paralogs due to the lack of shared reg-
ulatory elements despite complete sequence homology across
their ORFs. The causes for the lack of shared flanking region
sequence between yeast paralogs are likely to differ for the
ohnolog and non-ohnolog classes (rapid molecular diver-
gence versus limited duplication span). However, the
sequence divergence in flanking regions of both classes of
yeast duplicates is likely to play an important role in drivinghttp://genomebiology.com/2009/10/7/R75 Genome Biology 2009,     Volume 10, Issue 7, Article R75       Katju et al. R75.13
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expression divergence between yeast paralogs, despite the
maintenance of sequence homology in their coding regions.
Interestingly, ohnologs and non-ohnologs show both similar-
ities and disparities with respect to their flanking region
homology. Ohnologs and non-ohnologs were not found to be
statistically different with respect to the extent of 5' sequence
homology. These results are not in agreement with a previous
study that found ohnologs to have more diverged upstream
regulatory regions relative to non-ohnologs [25], although
this discrepancy between the two studies could be due to both
differences in sample size and methodology. In contrast to
our 5' flanking region results, there exists a significant differ-
ence in the extent of 3' sequence homology between these two
classes of yeast duplicates, with ohnologs displaying far more
r e s t r i c t e d  3 '  f l a n k i n g  s e q u e n c e  h o m o l o g y  r e l a t i v e  t o  n o n -
ohnologs. It is reasonable to suggest that this highly limited
extent of homology in the downstream flanking regions of
ohnologs is due to diminished selection for conservation of
sequence in this area relative to the upstream flanking
sequence.
Conclusions
Ohnologs and non-ohnologs initially need to be considered as
separate populations of gene duplicates in the S. cerevisiae
genome, given their disparate mechanisms of origin as well as
t h e i r  e v o l u t i o n a r y  a g e s  [ 2 4 - 2 6 ] .  I n  g e n e r a l ,  w e  f i n d  y e a s t
ohnologs and non-ohnologs both share as well as differ in
their genomic attributes, with the latter occurring often in
unexpected directions. The older evolutionary age of the
ohnologs with the concomitant erosion of intergenic
sequence homology make them superficially appear as single-
locus duplications, akin to other gene duplicates resulting
from SSD events. Both ohnologs and non-ohnologs comprise
similar frequencies of complete, partial and chimeric dupli-
cates with a strong trend towards a paucity of structurally het-
erogeneous gene duplicates (partial and chimeric),
suggesting a strong role for purifying selection in their elimi-
nation. In addition, ohnologs and non-ohnologs do not differ
with respect to the chromosomal location of the paralogs,
despite presumably disparate mechanisms of duplication
leading to their origin. Finally, ohnologs and non-ohnologs
both appear to have extremely limited tracts of sequence
homology in their upstream and downstream flanking
regions, suggesting a possibly greater role for regulatory ele-
ments in expression and functional divergence between yeast
paralogs. In addition, we concur with other studies that the
disparate mechanisms of origin for ohnologs and non-
ohnologs may dictate divergent evolutionary fates and trajec-
tories for these two classes of gene paralogs due to varying
levels of gene-dosage selection [25,64-66]. However, we con-
clude that, for the most part, yeast ohnologs and non-
ohnologs tend to appear remarkably similar in their struc-
tural attributes and genomic locations.
The patterns and features of S. cerevisiae gene duplicates
show notable differences relative to their counterparts in
another model eukaryote, the nematode C. elegans. The
physical organization and location of the gene duplicates in
the two genomes provide evidence for differential mecha-
nisms of duplication. A whole genome duplication event is
known to have occurred in the ancestor of S. cerevisiae,
thereby contributing to different chromosomal locations of
the majority of yeast paralogs while these are relatively rare in
C. elegans [11,31,34]. Additionally, yeast paralogs from SSD
events are more likely to be found on different chromosomes
as well, either due to translocative duplications, association
with mobile elements or selective maintenance [32]. Moreo-
ver, the near complete absence of structurally heterogeneous
gene duplicates in S. cerevisiae also suggests a role for purify-
ing selection in their elimination from the genome. A large Ne
for S. cerevisiae results in greater efficacy of natural selection,
which may serve to weed out partial and chimeric duplicates
if they are even mildly deleterious with respect to function in
their early evolutionary life. We conclude that these differ-
ences among gene duplicates in yeast and worm reflect both
variable duplication regimes as well as varying strengths of
selection owing to the differences in the effective population
sizes of the two species.
Materials and methods
The S. cerevisiae genome
The genome of S. cerevisiae, the first eukaryotic genome to be
sequenced, is approximately 12 million base pairs (Mb) in
length and organized across 16 chromosomes [29]. This
genome is relatively compact with almost 70% of the genome
comprising ORFs. According to the latest annotated version
in the Saccharomyces Genome Database [67], the genome
encodes 4,649 ORFS, which means that a protein-coding
gene is located every 2.6 kb of genome sequence. Of the 4,649
O R F s ,  7 0 . 3 4 %  h a v e  b e e n  v e r i f i e d  e x p e r i m e n t a l l y  w h i l e
17.32% and 12.33% have been assigned to the 'uncharacter-
ized' and 'dubious' categories, respectively.
Identification of gene duplicates with low synonymous 
divergence in the S. cerevisiae genome
The complete set of available nucleotide sequences for all
putative ORFs in the S. cerevisiae genome were downloaded
from the Saccharomyces  Genome Database [67]. A WU-
BLAST was used to query each ORF nucleotide sequence
against all other sequences in this data set, retaining those
pairs with E-values less than 10-6 to reduce the frequency of
chance alignments. The resulting BLAST reports were further
screened to identify alignments with at least 90% sequence
identity and lengths exceeding 30 bp. We excluded multigene
families involving three or more members, focusing entirely
on cases with only two gene copies in the S. cerevisiae
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Identification of duplication termination points and 
linked groups
Using the final set of BLAST alignments as a guide, we pro-
ceeded to retrieve the ORF nucleotide sequence (both the
spliced and unspliced if intron(s) were present) as well as 5 kb
of upstream and downstream nucleotide sequence for both
putative paralogs. All nucleotide sequences corresponding to
the two paralogs were visualized and aligned in Se-AL, ver-
sion 2.0A11 [68]. We aligned the 5' upstream and 3' down-
stream nucleotide sequences of the paralogs, accessing
additional sequence if necessary, until no homology was
apparent for 2 kb. This enabled us to identify the duplication
termination points, calculate the length of the duplication
span [11] and determine if additional ORFs aside from the
focal loci comprising the duplicate pair were included in the
duplication event.
Calculation of synonymous and nonsynonymous 
substitutions
For each set of paralogs, we calculated the number of nucle-
otide substitutions per synonymous and nonsynonymous site
using the Nei and Gojobori method [69] corrected for multi-
ple hits via the online molecular software SNAP [70].
Characterization of duplicate pairs into structural 
categories
We also used the alignments of spliced, unspliced (if availa-
ble) and upstream/downstream flanking regions of the two
paralogs to determine the degree of structural resemblance
between them, as per the protocol used in Katju and Lynch
[11]. Gene duplicates with complete structural resemblance
exhibit complete sequence homology between the initiation
and termination codons. For gene duplicates with amino acid
sequences of differing lengths, duplicates were still desig-
nated as possessing complete structure if the shorter copy
exhibited nucleotide sequence homology to the lengthier copy
throughout the latter's ORF, irrespective of differential anno-
tation, if present, with respect to exon-intron and flanking
region boundaries. Insertions/deletions (indels) resulting in
frameshifts or in-frame gaps were ignored as long as nucle-
otide sequence homology between the two copies was
resumed within the ORF boundaries of the lengthier refer-
ence sequence, before the start of flanking region(s). Partial
duplicates comprised paralogs of differing amino acid lengths
wherein the entire ORF of the shorter gene was homologous
to the lengthier gene's ORF but the latter ORF had unique
sequence to the exclusion of the shorter gene copy. Finally,
chimeric duplicates comprised cases wherein both paralogs,
in addition to homologous regions, had unique ORF sequence
to the exclusion of the other gene copy.
Determination of duplication span
The extent of minimal duplication span for each duplicate
pair was measured by initially aligning the ORF regions as
well as 2 kb of 5' and 3' flanking regions for each paralog
against the other. Duplication termination points in both the
5' and 3' directions were identified as the nucleotide beyond
which no homology was apparent between the paralogs for a
continuous stretch of 1 kb on either end despite accounting
for indels. The duplication span was measured as the length
of sequence between the 5' and 3' duplication termination
points. This methodology therefore underestimates the true
duplication span at the time of the duplication event and only
offers a minimal estimate of the extent of homology still
apparent between the two paralogs. For example, in the
instance of an indel exceeding 1 kb in one paralog, we would
fail to detect the resumption of homology between the two
copies beyond the indel location. Likewise, we would prema-
turely designate duplication termination points in intergenic
sequence tracts wherein sequence homology between the par-
alogs has been eroded due to rapid rates of molecular evolu-
tion or a lack of selective pressure for sequence conservation.
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Indel: insertion/deletion; Ne: effective population size; ORF:
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whole-genome duplication.
Authors' contributions
VK and UB designed the experiment; VK and JCF performed
the research; VK and UB wrote the paper.
Acknowledgements
This research has been supported by a National Science Foundation (NSF)
Postdoctoral Fellowship in Biological Informatics (DBI 0532735) to VK. JCF
and UB were supported by a Centers for Biomedical Research Excellence
grant P20-RR18754 from the NIH Center for National Resources (NCRR).
The authors are especially grateful to three anonymous referees for their
insightful suggestions that greatly helped improve an earlier version of this
manuscript.
References
1. Northcutt RG, Gans C: The genesis of neural crest and epider-
mal placodes: a reinterpretation of vertebrate origins.  Quart
Rev Biol 1983, 58:1-28.
2. Doolittle RF: The geneaology of some recently evolved verte-
brate proteins.  Trends Biochem Sci 1985, 10:233-237.
3. Patthy L: Evolution of the proteases of blood coagulation and
fibrinolysis by assembly from modules.  Cell 1985, 41:657-663.
4. Maeda N, Smithies O: The evolution of multigene families:
human haptoglobin genes.  Annu Rev Genet 1986, 20:81-108.
5. Wistow G, Anderson A, Piatigorsky J: Evidence for neutral and
selective processes in the recruitment of enzyme-crystallins
in avian lenses.  Proc Natl Acad Sci USA 1990, 87:6277-6280.
6. Piatigorsky J, Wistow G: The recruitment of crystallins: new
functions precede gene duplication.  Science 1991,
252:1078-1079.
7. Yokoyama S: Molecular genetic basis of adaptive selection:
examples from color vision in vertebrates.  Annu Rev Genet
1997, 31:315-336.
8. Zhang J, Rosenberg HF, Nei M: Positive Darwinian selection
after gene duplication in primate ribonuclease genes.  Proc
Natl Acad Sci USA 1998, 95:3708-3713.
9. Hughes AL: Adaptive Evolution of Genes and Genomes New York:
Oxford University Press, Inc.; 1999. 
10. Martin AP: Increasing genome complexity by gene duplication
and the origin of vertebrates.  Am Nat 1999, 154:111-128.http://genomebiology.com/2009/10/7/R75 Genome Biology 2009,     Volume 10, Issue 7, Article R75       Katju et al. R75.15
Genome Biology 2009, 10:R75
11. Katju V, Lynch M: The structure and early evolution of recently
arisen gene duplicates in the Caenorhabditis elegans genome.
Genetics 2003, 165:1793-1803.
12. Katju V, Lynch M: On the formation of novel genes by duplica-
tion in the Caenorhabditis elegans genome.  Mol Biol Evol 2006,
23:1056-1067.
13. Smith MM: Molecular evolution of the Saccharomyces cerevi-
siae histone gene loci.  J Mol Evol 1987, 24:252-259.
14. Wolfe KH, Shields DC: Molecular evidence for an ancient dupli-
cation of the entire yeast genome.  Nature 1997, 387:708-713.
15. Keogh RS, Seoighe C, Wolfe KH: Evolution of gene order and
chromosome number in Saccharomyces, Kluyveromyces and
related fungi.  Yeast 1998, 14:443-457.
16. Seoighe C, Wolfe K: Updated map of duplicated regions in the
yeast genome.  Gene 1999, 238:253-261.
17. Wong S, Butler G, Wolfe KH: Gene order evolution and pale-
opolyploidy in hemiascomycete yeasts.  Proc Natl Acad Sci USA
2002, 99:9272-9277.
18. Dietrich FS, Voegeli S, Brachat S, Lerch A, Gates K, Steiner S, Mohr
C, Pöhlmann R, Luedi P, Choi S, Wing RA, Flavier A, Gaffney TD,
Philippsen P: The Ashbya gossypii genome as a tool for mapping
the ancient Saccharomyces cerevisiae genome.  Science 2004,
304:304-307.
19. Kellis M, Birren BW, Lander ES: Proof and evolutionary analysis
of ancient genome duplication in the yeast Saccharomyces
cerevisiae .  Nature 2004, 428:617-624.
20. Cliften P, Fulton RS, Wilson RK, Johnston M: After the duplication:
gene loss and adaptation in Saccharomyces genomes.  Genetics
2006, 172:863-872.
21. Scannell DR, Byrne KP, Gordon JL, Wong S, Wolfe KH: Multiple
rounds of speciation associated with reciprocal gene loss in
polyploid yeasts.  Nature 2006, 440:341-345.
22. Wolfe K: Robustness: it's not what you think it is.  Nat Genet
2000, 25:3-4.
23. Byrne K, Wolfe KH: The Yeast Gene Order Browser: combin-
ing curated homology and syntenic context reveals gene fate
in polyploid species.  Genome Res 2005, 15:1456-1461.
24. Davis JC, Petrov DA: Do disparate mechanisms of duplication
add similar genes to the genome?  Trends Genet 2005,
21:548-551.
25. Guan Y, Dunham MJ, Troyanskaya OG: Functional analysis of
gene duplications in Saccharomyces cerevisiae .  Genetics 2007,
175:933-943.
26. Dean EJ, Davis JC, Davis RW, Petrov DA: Pervasive and persistent
redundancy among duplicates genes in yeast.  PLoS Genet 2008,
4:e1000113.
27. Gao L-Z, Innan H: Very low gene duplication rate in the yeast
genome.  Science 2004, 306:1367-1370.
28. Lin Y-S, Byrnes JK, Hwang J-K, Li W-H: Codon-usage bias versus
gene conversion in the evolution of yeast duplicate genes.
Proc Natl Acad Sci USA 2006, 103:14412-14416.
29. Goffeau A, Barrell BG, Bussey H, Davis RW, Dujon B, Feldmann H,
Galibert F, Hoheisel JD, Jacq C, Johnston M, Louis EJ, Mewes HW,
Murakami Y, Philippsen P, Tettelin H, Oliver SG: Life with 6000
genes.  Science 1996, 274:546-567.
30. Lynch M, Conery J: The evolutionary fate and consequences of
duplicate genes.  Science 2000, 290:1151-1155.
31. Rubin GM, Yandell MD, Wortman JR, Miklos GLG, Nelson CR, Har-
iharan IK, Fortini ME, Li PW, Apweiler R, Fleischmann W, Cherry JM,
Henikoff S, Skupski MP, Misra S, Ashburner M, Birney E, Boguski MS,
Brody T, Brokstein P, Celniker SE, Chervitz SA, Coates D, Cravchik
A, Gabrielian A, Galle RF, Gelbart WM, George RA, Goldstein LS,
Gong F, Guan P, et al.: Comparative genomics of the eukaryo-
tes.  Science 2000, 287:2204-2215.
32. Friedman R, Hughes AL: Gene duplication and the structure of
eukaryotic genomes.  Genome Res 2001, 11:373-381.
33. Gu Z, Cavalcanti A, Chen F-C, Bouman P, Li W-H: Extent of gene
duplication in the genomes of Drosophila, nematode, and
yeast.  Mol Biol Evol 2002, 19:256-262.
34. Cavalcanti ARO, Ferreira R, Gu Z, Li W-H: Patterns of gene dupli-
cation in Saccharomyces cerevisiae and Caenorhabditis elegans.
J Mol Evol 2003, 56:28-37.
35. Conant GC, Wagner A: Asymmetric sequence divergence of
duplicate genes.  Genome Res 2003, 13:2052-2058.
36. Blanc G, Wolfe KH: Widespread paleopolyploidy in model
plant species inferred from age distributions of duplicate
genes.  Plant Cell 2004, 16:1667-1678.
37. Davis JC, Petrov DA: Preferential duplication of conserved pro-
teins in eukaryotic genomes.  PLoS Biol 2004, 2:E55.
38. Dujon B, Sherman D, Fischer G, Durrens P, Casaregola S, Lafontaine
I, de Montigny J, Marck C, Neuveglise C, Talla E, Goffard N, Frangeul
L, Aigle M, Anthouard V, Babour A, Barbe V, Barnay S, Blanchin S,
Beckerich JM, Beyne E, Bleykasten C, Boisramé A, Boyer J, Cattolico
L, Confanioleri F, De Daruvar A, Despons L, Fabre W, Fairhead C,
Ferry-Dumazet H, et al.: Genome evolution in yeasts.  Nature
2004, 430:35-44.
39. Hughes AL, Friedman R: Differential loss of ancestral gene fam-
ilies as a source of genomic divergence in animals.  Proc R Soc
Lond Ser B Biol Sci 2004, 271 Suppl 3:S107-S109.
40. Hahn MW, Han MV, Han SG: Gene family evolution across 12
Drosophila genomes.  PLoS Genet 2007, 3:e197.
41. Heger A, Ponting CP: Evolutionary rate analyses of orthologs
and paralogs from 12 Drosophila genomes.  Genome Res 2007,
17:1837-1849.
42. Prachumwat A, Li W-H: Gene number expansion and contrac-
tion in vertebrate genomes with respect to invertebrate
genomes.  Genome Res 2008, 18:221-232.
43. Lynch M, Sung W, Morris K, Coffey N, Landry CR, Dopman EB, Dick-
inson WJ, Okamoto K, Kulkarni S, Hartl DL, Thomas WK: A
genome-wide view of the spectrum of spontaneous muta-
tions in yeast.  Proc Natl Acad Sci USA 2008, 105:9272-9277.
44. Lynch M, Conery J: The origins of genome complexity.  Science
2003, 302:1401-1404.
45. Lynch M: The frailty of adaptive hypotheses for the origins of
organismal complexity.  Proc Natl Acad Sci USA 2007, 104(Suppl
1):8597-8604.
46. Lynch M: The Origins of Genome Architecture Sunderland: Sinauer Asso-
ciates; 2007. 
47. Kimura M: On the probability of fixation of mutant genes in
populations.  Genetics 1962, 47:713-719.
48. Ohta T: Slightly deleterious mutant substitutions in evolu-
tion.  Nature 1973, 246:96-98.
49. Semple C, Wolfe KH: Gene duplication and gene conversion in
the Caenorhabditis elegans genome.  J Mol Evol 1999, 48:555-564.
50. Dunham MJ, Padrane H, Ferea T, Adams J, Brown PO, Rosenzweig F,
Botstein D: Characteristic genome rearrangements in exper-
imental evolution of Saccharomyces cerevisiae .  Proc Natl Acad
Sci USA 2002, 99:16144-16149.
51. Koszul R, Caburet S, Dujon B, Fischer G: Eucaryotic genome evo-
lution through the spontaneous duplication of large chromo-
somal segments.  EMBO J 2004, 23:234-243.
52. Fink GR: Pseudogenes in yeast?  Cell 1987, 49:5-6.
53. Kupiec M, Petes TD: Allelic and ectopic recombination
between Ty elements in yeast.  Genetics 1988, 119:549-559.
54. Rachidi N, Barre P, Blondin B: Ty-mediated chromosomal trans-
locations lead to karyotype changes in a wine strain of Sac-
charomyces cerevisiae.  Mol Gen Genet 1999, 261:841-850.
55. Kellis M, Patterson N, Endrizzi M, Birren B, Lander ES: Sequencing
and comparison of yeast species to identify genes and regu-
latory elements.  Nature 2003, 423:241-254.
56. Koszul R, Dujon B, Fischer G: Stability of large segmental dupli-
cation in the yeast genome.  Genetics 2006, 172:2211-2222.
57. Gu Z, Nicolae D, Lu H-S, Li W-H: Rapid divergence in expression
between duplicate genes inferred from microarray data.
Trends Genet 2002, 18:609-613.
58. Makova KD, Li W-H: Divergence in the spatial patterns of gene
expression between human duplicate genes.  Genome Res 2003,
13:1638-1645.
59. Conant GC, Wagner A: Duplicate genes and robustness to
transient gene knockouts in Caenorhabditis elegans .  Proc Biol
Sci 2004, 271:89-96.
60. Wagner A: Decoupled evolution of coding region and expres-
sion patterns after gene duplications: implications for the
neutralist-selectionist debate.  Proc Natl Acad Sci USA 2000,
97:6579-6584.
61. Castillo-Davis CI, Hartl DL, Achaz G: cis-regulatory and protein
evolution in orthologous and duplicate genes.  Genome Res
2004, 14:1530-1536.
62. Tirosh I, Barkai N: Evolution of gene sequence and gene
expression are not correlated in yeast.  Trends Genet 2008,
24:109-113.
63. Papp B, Pál C, Hurst CD: Evolution of cis-regulatory elements in
duplicated genes of yeast.  Trends Genet 2003, 19:417-422.
64. Blanc G, Wolfe KH: Widespread paleopolyploidy in model
plant species inferred from age distributions of duplicate
genes.  Plant Cell 2004, 16:1667-1678.http://genomebiology.com/2009/10/7/R75 Genome Biology 2009,     Volume 10, Issue 7, Article R75       Katju et al. R75.16
Genome Biology 2009, 10:R75
65. Blomme T, Vandepoele K, De Bodt S, Simillion C, Maere S, Peer Y
Van de: The gain and loss of genes during 600 million years of
vertebrate evolution.  Genome Biol 2006, 7:R43.
66. Hughes T, Liberles DA: Whole-genome duplications in the
ancestral vertebrate are detectable in the distribution of
gene family sizes of tetrapod species.  J Mol Evol 2008,
67:343-357.
67. SGD Project: Saccharomyces  Genome Database   [ f t p : / /
ftp.yeastgenome.org/yeast/]
68. Se-Al v2.0a11   [http://tree.bio.ed.ac.uk/software/seal/]
69. Nei M, Gojobori T: Simple methods for estimating the num-
bers of synonymous and nonsynonymous nucleotide substi-
tutions.  Mol Biol Evol 1986, 3:418-426.
70. SNAP   [http://www.hiv.lanl.gov]